Figures S1, S2, S3 and S4 Table S1 2 Figure S1 Figure S1. Multiple alignment of the primary structures of ATP-specific NADKs (boxed in red), poly(P)/ATP-NADKs (boxed in blue), and γ-proteobacterial NADK homologs (indicated by γ). ATP-specific NADKs are ecoNADK (Escherichia coli), styNADK (Salmonella enterica), vchNADK (Vibrio cholerae), sph_NADK (Sphingomonas sp. A1), hsa_65220 (human), and sce_YJR049C (Saccharomyces cerevisiae). Poly(P)/ATP-NADKs are Ppnk (Mycobacterium tuberculosis), bsu_11610 (Bacillus subtilis), mja_MJ_0917 (Methanococcus jannaschii), and pho_PH1074 (Pyrococcus horikoshii). γ-Proteobacterial NADK homologs are ecoNADK, styNADK, vchNADKs, sfl_SF2674K (Shigella flexneri), kpn_KPN_02937 (Klebsiella pneumoniae), esa_ESA_00641 (Cronobacter sakazakii), and dda_Dd703_3217 (Dickeya dadantii).
The motif GGDGN and GGDGT are boxed in black. The motif GGDGN is conserved in the primary structures of some γ-proteobacterial NADK homologs, while the motif GGDGT is found in those of other ATP-specific NADKs and poly(P)/ATP-NADKs. We failed to identify the key conserved residues in all ATP-specific NADKs or all poly(P)/ATP-NADKs; see also Fig 
